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Supplementary Data 1. Regional Association Plots 
Regional association plots were created for all significant associations of genetic loci with fecal metabolites using the 
web tool SNIPA (http://snipa.helmholtz-muenchen.de/). Colors indicate the strength of linkage disequilibrium (LD) with 
the sentinel SNP. The chromosomal positions are based on GRC37 and Ensembl v82 was used for gene annotations. 
a) 3-phenylpropionate 
 
b) eicosapentaenoate  
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c)  3-hydroxyhexanoate 
 
d) 1,3-dimethylurate / 5-acetylamino-6-amino-3-methyluracil 
 
 
 
 
93.7 93.9 94.1
Chromosome 4 (Mb)
0
2
4
6
8
10
12
S
tr
e
n
g
th
 o
f 
a
s
s
o
c
ia
ti
o
n
 (
 -
lo
g
1
0
(p
) 
)
0
20
40
60
R
e
c
o
m
b
in
a
ti
o
n
 r
a
te
 (
c
M
/M
b
)
rs62311177
GRID2
RP11−131K17.1
RP11−428L21.1
RP11−428L21.2
sentinel SNP
not in LD
LD r
2
³ 0.2
LD r
2
³ 0.5
LD r
2
³ 0.8
recombination rate
transcript
unknown effect
direct effect on transcript
putative effect on transcript
direct regulator y effect
putative regulatory effect
multiple effects
associated with tr ait
18.1 18.3 18.5
Chromosome 8 (Mb)
0
3
6
9
12
15
18
21
24
S
tr
e
n
g
th
 o
f 
a
s
s
o
c
ia
ti
o
n
 (
 -
lo
g
1
0
(p
) 
)
0
20
40
60
R
e
c
o
m
b
in
a
ti
o
n
 r
a
te
 (
c
M
/M
b
)
rs35246381
AC100800.1AC100800.2
CTD−2547L16.2
NAT1
NAT2
NATP
PSD3RP11−685B14.1
RP11−685B14.3
sentinel SNP
not in LD
LD r
2
³ 0.2
LD r
2
³ 0.5
LD r
2
³ 0.8
recombination rate
transcript
unknown effect
direct effect on transcript
putative effect on transcript
direct regulator y effect
putative regulatory effect
multiple effects
associated with tr ait
32.7 32.9 33.1
Chromosome 20 (Mb)
0
2
4
6
8
10
12
S
tr
e
n
g
th
 o
f 
a
s
s
o
c
ia
ti
o
n
 (
 -
lo
g
1
0
(p
) 
)
0
20
40
60
R
e
c
o
m
b
in
a
ti
o
n
 r
a
te
 (
c
M
/M
b
)
rs149572251
AHCYASIP
CDC42P1
CTD−3216D2.4
CTD−3216D2.5 DYNLRB1EIF2S2
FDX1P1
ITCH
ITCH−AS1
ITCH−IT1
MAP1LC3A
MIR644A
PIGURALY
RP3−468O1.6RP4−785G19.2
RP4−785G19.5
RPS2P1
XPOTP1
Y_RNA Y_RNA
sentinel SNP
not in LD
LD r
2
³ 0.2
LD r
2
³ 0.5
LD r
2
³ 0.8
recombination rate
transcript
unknown effect
direct effect on transcript
putative effect on transcript
direct regulator y effect
putative regulatory effect
multiple effects
associated with tr ait
